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FIG. 19B-1 
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FIG. 26 

HLA A, B and DR Antigen Values and Split Equivalences 
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FIG. 27 A 
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DLLEQRRAA VDTYCRHNY GVGESFTVQRRVEPKVTVY 

DRB 1*0 1021 AV 

DRB 1*01022 ***** 

^y**************** 

DRB 1*0103 : I-DE 

DRB1*0104 



DRB 1*15011 P-R F-D-YF F 1— A- 



DRB 1*15012 ***** P-R F-D-YF F I— A- 

********* 

DRB1*15021 P-R F-D-YF F 1 — A — 



DRB 1*15022 ************* F-D-YF F 1 — A 

**************** 

DRB 1*1 5023 ***** P-R F-D-YF F I—A 

**************** 

DRB 1*1503 P-R F-D-HF F I—A V Q- 

**»* 

DRB 1*1504 ****** — P-R F-D-YF F F— A V 

*********** 

DRB1M505 ****** — P-R F-D-YF — : F A V 

********* 

DRB1*1506 ********-P-R F-D-YF F-A 1— A V- 

*************** 
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************ 
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**************** 
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**************** 
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*************** 
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*********** 

DRB1*1608 ***** P-R F-D-YF N : F-D 



DRB 1*030 11 EYSTS Y-D-YFH — N F —K-GR-N V- — 

-H 

DRB1*03012 ***•*— EYSTS Y-D-YFH — N F K-GR-N V — 



.********** 
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Fig. 27E 
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Fig. 27F 

DRB1M327 *****-EYSTS- 
_*»*****» 
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FIG. 27G 
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FIG. 29 



Sladra-0102 

Sladra-0202 

Sladra-0203 

Sladra-0101 

Sladra-02011 

Sladra-02012 

Cons ens us 



VENHVIIQAE FYLSPDKSGE FMFDFDGOEI FKVDMEKRET VWRLEEFGHF 



Sladxa-0102 

Sladra-0202 

Sladra-0203 

Sladra-0101 

Sladra-02011 

Sladra-02012 

Consensus 



ASFEAQGALA NIAVDKANLE IXIKRSNNTP NTNVPPEVTV 1SDKPVELGE 



Sladra-0102 

Sladra-0202 

Sladra-0203 

Sladra-0101 

Sladra-02011 

Sladra-02012 

Consensus 



Sladra-0102 

Sladra-0202 

Sladra-0203 

Sladra-0101 

Sladra-02011 

Sladra-02012 

Consensus 



PNILICFICX FSPFWNVTW LKNGSPVTRG VSETVFLPRE DBLFRKTRYL 

200 



151 



PFMPSTEDVY DCQVEHWGLD KPLLKHWEFE AQTPLPETTE NTVCALGLIV 



201 



228 



Sladra-0202 h 

Sladra-0203 h 

Sladra-0101 

Sladra-02011 

Sladra-02012 

Consensus ALVGIIVGTV LIIKGVRKGK ATERRGPL 



Group 01 has a leucine at residue 72 and Group 02 has a methionine. 
No other polymorphisms have been found in the alpha 1 domain. 



Amino Acid Sequences of SLA DRA Alleles 
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FIG. 30 

1 2A 4A 50 

Sladrb-T — iaq-- ffm g-s V*** l ~ 

Sladrb-N f- g-a f d "V f ~ e - 

Sladrb-M f- g 

Sladrb-Z y y 7 

Sladrb-AD 1 

Sladrb-C ~i q "J-* J V " 

sladrb-wx v-h— r 1— d-y f — f 

Sladrb-Y — i ffm g-s y-lky 1 1 e_ 

ConseilSUS RDTPPHFXHL LKFECHFFNG TERVRLLERQ YYNGEEFVRF DSDVGEYRAV 

51 6A 8A — 100 

Sladrb-T m — ~~~~~~~~~~ ~~ 

Sladrb-N — £ fin " 

Sladrb-M n y 

Sladrb-Z v— d 

Sladrb-AD d 

Sladxb-C 

Sladrb-WX — 

Conmlua TELGRPDAKY WNSQKDLLEQ RRAEVDTYCR HNYRILDTFL VPRRAEPTVT 



— ek gvs-s — 



Sladrb-T 
Sladrb-N 
Sladrb-M 
Sladrb-Z 
Sladrb-AD 
Sladxb-C 
Sladrb-WX 
Sladrb-Y 



Consensus VYPAKTQPLQ HHNLLVCSVT GFYPGHVEVR WFRNGQEEAA GWSTGLIPN 



Sladrb-T 
Sladrb-N 
Sladrb-M 
Sladrb-Z 
Sladrb-AD 
Sladrb-C 
Sladrb-wx 
Sladrb-Y 



Consensus GDWTFQTMVM LETVPQSGEV YSCRVEHPSL TSPVTVEWRA RSESAQGKHM 



Sladrb-T 
Sladrb-N • 
Sladrb-M 
Sladrb-Z • 
Sladrb-AD 
Sladrb-C - 
Sladrb-WX 



Cons^Ius SGIGGFVLGL LFVAVGLFIY FKNQKGRPAX QPTGLLS 



Amino Acid Sequence of SLA-DKB Alleles 



vt 



67/73 



FIG. 32 



Sladqb-D 

Slaciqb-D2 

Sladqb-XA 

Sladqb-Z 

Sladqb-W 

Sladqb-T 

Sladqb-Y 

Sladqb-C 

Consensus 



Sladqb-D 

Sladqb-D2 

Sladqb-XA 

Sladqb-Z 

Sladqb-« 

Sladqb-T 

Sladqb-Y 

Sladqb-C 

Consensus 



Sladqb-D 

Sladqb-D2 

Sladqb-XA 

Sladqb-Z 

Sladqb-W 

Sladqb-T 

Sladqb-Y 

Sladqb-C 

Consensus 



Sladqb-D 

Sladqb-D2 

Sladqb-XA 

Sladqb-Z 

Sladqb-W 

Sladqb-T 

Sladqb-Y 

Sladqb-C 

Consensus 



Sladqb-D 

Sladqb-D2 

Sladqb-XA 

Sladqb-Z 

Sladqb-W 

Sladqb-T 

Sladqb-Y 

Sladqb-C 

Consensus 



1 „ v ws-d fl m y 

I «- — — *- 



GKDSPQDFVY QFKFECYFFN GTQRVR-VRR YIY1IQEEHVR FDSDVGEFRA 




-m v-r — 



rolcwDAD ywngqkdvle qkfaeldtvc khnyqieegt tlqrrvqptv 

ISO 



ilSFSKA^AL NH^LLVCAV TDFYPSQVKV QWFRNGQEET AGWSTPLIR 

200 



NGDWTYQ^V M^LQRGD VYTCRVEHSS LQSPILVZWR AQSESAQS1W 
230 




LSGVGGFVLG t-IFLGLGLFI RHRSQKGLVR 



Amino 



Acid Sequences of SLA-DQB Alleles 
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Figure 33 



Nucleotide and Amino Acid Sequences of ILT3 

1 a-f-satccccaccttcacggctctgctctgcctcgggctgagtctg 

MIPTFTALLCLGLSL 
4 6 ggccccaggacccacatgcaggcagggcccctccccaaacccacc 

GPRTHMQAGPLPKPT 
91 ctctgggctgagccaggctctgtgatcagctgggggaactctgtg 

LWAEPGSVISWGNSV 
136 acca t ctggtgtcaggggaccctggaggctcgggagt accgtctg 

TIWCQGTLEAREYRL 
181 gataaagaggaaagcccagcaccctgggacagacagaacccactg 

DKEESPAPWDRQNPL 
226 gagcccaagaacaaggccagattctccatcccatccatgacagag 

EPKNKARFSIPSMTE 
271 gactatgcagggagataccgctgttactatcgcagccctgtaggc 

DYAGRYRCYYRSPVG 
316 tggtcacagcccagtgaccccctggagctggtgatgacaggagcc 

WSQP SDPLELVMTGA 
361 tacagtaaacccaccctttcagccctgccgagtcctcttgtgacc 

YSKPTLSALPSPLVT 
406 tcaggaaagagcgtgaccctgctgtgtcagtcacggagcccaatg 

SGKSVTLLCQSRSPM 
451 gacactttccttctgatcaaggagcgggcagcccatcccctactg 

DTFLLIKERAAHPLL 
496 catctgagatcagagcacggagctcagcagcaccaggctgaattc 

HLRSEHGAQQHQAEF 
541 cccatgagtcctgtgacctcagtgcacggggggacctacaggtgc 

PMS PVTSVHGGTYRC 
586 ttcagctcacacggcttctcccactacctgctgtcacaccccagt 

FSSHGFSHYLLSHPS 
631 gaccccctggagctcatagtctcaggatccttggagggtcccagg 

DPLELIVSGSLEGPR 
67 6 ccctcacccacaaggtccgtctcaacagctgcaggccctgaggac 

PSPTRSVSTAAGPED 
72 1 cagcccctcatgcctacagggtcagtcccccacagtggtctgaga 

QPLMPTGSVPHSGLR 
766 aggcactgggaggtactgatcggggtct.tggtggtctccat.cctg 

RHWEVLIGVLVVSIL 
811 cttctctccctcctcctcttcctcctcctccaacactggcgtcag 

LLSLLLFLLLQHWRQ 
856 ggaaaacacaggacattggcccagagacaggctgatttccaacgt 

GKHRTLAQRQADFQR 
901 cctccaggggctgccgagccagagcccaaggacgggggcctacag 

PPGAAEPEPKDGGLQ 
946 aggaggtccagcccagctgctgacgtccagggagaaaacttctgt 

RRSS PAADVQGENFC 
991 gctgccgtgaagaacacacagcctgaggacggggtggaaatggac 

AAVKNTQPEDGVEMD 
1036 actcggagcccacacgatgaagacccccaggcagtgacgtatgcc 

TRSPHDEDPQAVTYA 
1081 aaggtgaaacactccagacctaggagagaaatggcctctcctccc 

KVKHSRPRREMAS PP 
1126 tccccactgtctggggaattcctggacacaaaggacagacaggca 

SPLS GEFLDTKDRQA 
1171 gaagaggacagacagatggacactgaggctgctgcatctgaagcc 

EEDRQMDTEAAAS E A 
1216 ccccaggatgtgacctacgcccagctgcacagctttaccctcaga 

PQDVTYAQLHSFTLR 
1261 cagaaggcaactgagcctcctccatcccaggaaggggcctctcca 

QKATEPPPSQEGASP 
1306 gctgagcccagtgtctatgccactctggccatccactaa 1344 

AEPSVYA TLAIH* 



m 
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Figure 34A 



Nucleotide and Amino Acid Sequences of ILT4 

1 a4<j acccccatcgtcacagtcctgatctgtctcgggctgagtctg 
MTPIVTVLICLGLSL 
46 ggccccaggacccgcgtgcagacagggaccatccccaagcccacc 

GPRTRVQTGTIPKPT 
91 ctgtgggctgagccagactctgtgatcacccaggggagtcccgtc 
LWAEPDSVITQGSPV 
136 accctcagttgtcaggggagccttgaagcccaggagtaccgtcta 

TLSCQGSLEAQEYRL 
181 tatagggagaaaaaatcagcatcttggattacacggatacgacca 

YREKKSASWITRIRP 
226 gagcttgtgaagaacggccagttccacatcccatccatcacctgg 

ELVKNGQFHIPSITW 
271 gaacacacagggcgatatggctgtcagtattacagccgcgctcgg 

EHTGRYGCQYYSRAR 
316 tggtctgagctcagtgaccccctggtgctggtgatgacaggagcc 

WSELS DPLVLVMTGA 
361 tacccaaaacccaccctctcagcccagcccagccctgtggtgacc 

YPKPTLSAQPSPVVT 
406 tcaggaggaagggtgaccct.ccagt.gt.gagt.cacaggt.ggcattt. 

SGGRVTLQCESQVAF 
451 ggcggcttcattctgtgtaaggaaggagaagatgaacacccacaa 

GGFILCKEGEDEHPQ 
496 tgcctgaactcccagccccatgcccgtgggtcgtcccgcgccatc 

CLNSQPHARGSSRAI 
541 ttctccgtgggccccgtgagcccgaat cgcaggtggtcgcacagg 

FSVGPVSPNRRWSHR 
58 6 tgctatggttatgacttgaactctccctatgtgtggtcttcaccc 

CYGYDLNSPYVWSSP 
631 agtgatctcctggagctcctggtcccaggtgtttctaagaagcca 

SDLLELLVPGVSKKP 
- 676 tcactctcagtgcagccgggtcctgtcatggcccctggggaaagc 

SLSVQPGPVMAPGES 
721 ctgaccctccagtgtgtctctgatgtcggctatgacagatttgtt 

LTLQCVSDVGYDRFV 
7 66 ctgtacaaggagggggaacgtgaccttcgccagctccctggccgg 

LYKEGERDLRQLPGR 
811 cagccccaggctgggctctcccaggccaacttcaccctgggccct 

QPQAGLSQANFTLGP 
856 gtgagccgct cc tacgggggccagtacagatgct acggtgcacac 

VSRSYGGQYRCYGAH 
901 aacctctcctctgagtgctcggcccccagcgaccccctggacatc 

NLSSECSAPSDPLDI 
946 ctgatcacaggacagatccgtggcacacccttcatctcagtgcag 

LITGQIRGTPFISVQ 
991 ccaggccccacagtggcctcaggagagaacgtgaccctgctgtgt 

PGPTVASGENVTLLC 
1036 cagtcatggcggcagttccacactttccttctgaccaaggcggga 

QSWRQ F. H T FLLTKAG 
1081 gcagctgatgccccactccgtctaagatcaatacacgaatatcct 

AADAPLRLRSIHEYP 
1126 aagtaccaggctgaattccccatgagtcctgtgacctcagcccac 

KYQAE FPMS PVTSAH 
1171 gcggggacctacaggtgctacggctcactcaactccgacccctac 

AGTYRCYGSLNSDPY 



(i 
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Figure 34B 



1216 ctgctgt ctcaccccagtgagcccctggagct cgtggt ct cagga 

LLSHPSEPLELVVSG 
1261 ccctccatgggttccagccccccacccaccggtcccatctccaca 

PSMGSSPPPTGPIST 
1306 cctggccctgaggaccagcccctcacccccactgggtcggatccc 

PGPEDQPLTPTGSDP 
1351 caaagtggtctgggaaggcacctgggggttgtgatcggcatcttg 

QSGLGRHLGVVIGIL 
1396 gtggccgtcgtcctactgctcctcctcctcctcctcctcttcctc 

VAVVLLLLLLLLLFL 
1441 atcctccgacatcgacgtcagggcaaacactggacatcgacccag 

I LRHRRQGKHWTSTQ 
1486 agaaaggctgatttccaacatcctgcaggggctgtggggccagag 

RKAD FQH PAGAVGPE 
1531 cccacagacagaggcctgcagtggaggtccagcccagctgccgac 

PTDRGLQWRS S PAAD 
1576 gcccaggaagaaaacctctatgctgccgtgaaggacacacagcct 

AQEENLYAAVKDTQP 
1621 gaagatggggtggagatggacactcgggctgctgcatctgaagcc 

EDGVEMDT RAAASEA 
1666 ccccaggatgtgacctacgcccagctgcacagcttgaccctcaga 

PQDVTYAQLHSLTLR 
1711 cggaaggcaactgagcctcctccatcccaggaaagggaacctcca 

RKATEPPPSQEREPP 
1756 gctgagcccagcatctacgccaccctggccatccactag 1794 

AEPSIYATLAIH* 
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Figure 35 
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Figure 36 



OHR 



48 HR 
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Quad Events % Gated XMean 
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Quad Events "/.Gated XMean 
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Quad Events % Gated XMean 
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Figure 37 
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